SEQUENCE LISTING 

<110> Adams, Thomas R 

.<120> Water-Def icit-TolerantTransgenl*G Plants 

<130> 38-21(52578)B 

<160> 10 

<170> Patentin version 3.2 

<210> 1 

<211> 2480 

<212> DNA 

<213> Artificial 



<220> 

<223> . transcriptional unit comprising promoter, coding sequence for 
transcription factor of SEQ ID NO: 2 and terminator elements 



<400> 1 
aggatattaa 


agtatgtatt 


catcattaat 


ataatcagtg 


tattccaata 


tgtactacga 


60 


tttccaatgt 


ctttattgtc 


gccgtatgta 


atcggcgtca 


caaaataatc 


cccggtgact 


12 0 


ttcttttaat 


ccaggatgaa 


ataatatgtt 


attataattt 


ttgcgatttg 


gtccgttata 


180 


ggaattgaag 


tgtgcttgag 


ctcggtcgcc 


accactccca 


tttcataatt 


ttacatgtat 


240 


ttgaaaaata 


aaaatttatg 


gtattcaatt 


taaacacgta 


tacttgtaaa 


gaatgatatc 


300 


ttgaaagaaa 


tatagtttaa 


atatttattg 


ataaaataac 


aagtcaggta 


ttatagtcca 


360 


agcaaaaaca 


taaatttatt 


gatgcaagtt 


taaattcaga 


aatatttcaa 


taactgatta 


420 


tatcagctgg 


tacattgccg 


tagatgaaag 


actgagtgcg 


atattatgtg 


taatacataa 


480 


attgatgata 


tagctagaac 


tagtggatcc 


cccgggccct 


gcaggctcga 


gctagtttga 


540 


gatatccccg 


ttatggtact 


ggggttgcat 


ataacccatt 


cbttggttgt 


atgctccctg 


600 


ttggcccatd 


ccttgtgcag 


ctgagctact 


tgctcccaca 


tgaccaaggg 


catccttttt 


660 


aattgagcca 


tcgctagatt 


ttgcagttaa 


cttgctatca 


ccctccatct 


ctctgtactt 


720 


ctgcaggtac 


accttgaggg 


gttcaatgta 


gtcttcaaac 


cccagcgtgg 


ccatggccca 


780 


cagcagatcg 


tcgccattga 


tggtcttccg 


cttctccctc 


tggcacttgt 


cactcgcttc 


840 


gctagtgatg 


aaggagatga 


actcggagac 


gcactcctgc 


acggtctcct 


tagcgtcctt 


900 


ggcgatcttc 


ccgttagccg 


ggatggtctt 


cccgttagcc 


gggatggcct 


tcttcatgat 


960 


gcgactgatg 


ttggcgatgg 


gcaggaacct 


gtcctgctcc 


ctgacgctgc 


caccgcctcc 


1020 


gcctcccctg 


gggctcccgc 


tctcgtggct 


cccgccgccg 


ccgccagggc 


tcgccggagc 


1080 


ttccgccatg 


gtctacctac 


aaaaaagctc 


cgcacgaggc 


tgcatttgtc 


acaaatcatg 


1140 


aaaagaaaaa 


ctaccgatga 


acaatgctga 


gggattcaaa 


ttctacccac 


aaaaagaaga 


1200 


aagaaagatc 


tagcacatct 


aagcctgacg 


aagcagcaga 


aatatataaa 


aatataaacc 


1260 



ataotaccct 


tttcccctct 


tec taatctt 


gtttagcatg gcggaaattt 


taaacccccc 


1320 


CL k-- d V- ^ ^ ^ 


ppa;5paapaQ 


^ zj z3 ^ ^ Z3 ^<AV^ 


atctacatcc .gagagcccca 




1380 




ocra t" pp^ POP 


pCTCTPcracjaciP 

v.»y y ^y ciy ny 


cccagccgcg 


agatcccgcc 


ppt" cccciccic* 
^\^u>v>v^«>.>yv«y^ 


1440 


a p paa t" p t" aa 


CTPcrPCTpa paa 

y *--y ^y ^civ^y a. 


aOPPCTPPt" Pt" 


cgcccaccca 


aactaccaag 


crppAA;5rrAt"p 
y ci ci ciy cl i> v_ 


1500 


fT^ p pn;^ rr^ 
y ciy cn-^^-^y ^y ^ 


pnrrs a a a a a a 
^y y cicici.cici.cici 


a a a prrrra rra a 
dcidL>y y dy dd 


agaaagagga 


gaggggcggg 


y L.y y l. udv^^^y 


1560 


fi prrrr prrrr p firr 


<=*yyyyy«^yyy 


y yy ctyy cty ^ 


cgtcgtccgg 


cagcgagggg 


yyciyydyy uy 


1620 


y '-yy ^yy "-yy 


^yy ^yy '-**yy 


y "-^yyyyyy** 


tgggaggaga 


ggggggggta 


u y i> d L- d L. dy L. 


1680 


yy^y<=^^yyyy 


rrrrpcrt" t~ t~ pt* i" 
y y v-y u. ^ u 


u.y y ddy ^y y d 


gggagggccg 


gcctcgtcgc 


L.y y u v_,y ^ y d 


1740 


PPt" PPt" PfTP 


fit" t" t" c can c c 


L>^^->d^yd^^^ 


ggacccacct 


gctgtttttt 




1800 




t" f f f f- f f f- i- 


L. L. '^yy^ ^y^y 


agacgtgcgg 


tgcgtgcgga 


<^a a f^t" f^a r*cfn 
L.dd^L.^d^yy 






pnrTfit"nt*pna 

yyyy uyyd 


rrap'hat" ^nt^p' 
y d^ L.d ^y 


cagttggctg 


gactggggtg 


prrt" t fTfTfrt" t" ci 

yyLt.yyyL.uy 


X 27 .lb U 


yy ^^yyy ^^y 


y y ^y y y ^ i- 


yi^ uduyydL.^ 


gtggatagca 


ctttgggctt 


t a nrra p ^ ^ ^ a 
L.dy y d^ L. L. L.d 


1980 


yy y y l. u- l. 


L> L«y uddd I'y ^ 


t" t* tTrant" pt" a 
i> i> ^y dy i..d 


agtttatctt^ 


ttatttttac 


t" A n a a ;3 a a A t" 
L>dy dddddd L. 




cK^i^i.'Ciuy ^y 1^ 


uy ^dd\..yy y,y 


rra a a rrr^i" a t~ 
y dddy ^ L.d l. u. 


ttaatcttat 


feattgttcat 


t" t" rra rra a t^" t- 
uy uy dy dd l. u 


9 1 nn 


%..y ^..^o uy del cd 


t-ahal-t-t-t-t-p 

L-dL-dU L. L. L. L.^ 


t*/*<aaaaat~t*a 
ucdddddu Ud 


tgtcaaatta gcatatgggt 


i-H-l-i-t-aaafT 
L. u L. L. L. udddy 




d udc u L. ud 


Ud^ddd L.^..\..v.> 


t-pi-rrt-at-t-'l-a 

U^Uy L.dL.L>L>d 


caaaagcaaa cgaacttaaa 


a r*t^f^fTSi p f- a 
d^ C> (.>y d(.- U (.fd 


9990 


a a t" J* pa fia t" a 
ddud^dy d (_ci 


♦"npal"i~i"ppa 
i.yL-di..i-i..w^d 


aaarTr^rTaat"a 
dddy L-y dd u d 


aacttaaaaa 


ccaattcata 


^a a a a a ^ rra ^ 
^ddddd L.y dc 


99PO 

iC ^ O V/ 


gtatcaaagt 


accgacaaaa 


acatcctcaa 


tttttataat 


agtagaaaag 


agtaaatttc 


2340 


actttgggcc 


accttttatt 


accgatattt 


tactttatac 


caccttttaa 


ctgatgtttt 


2400 


cacttttgac 


caggtaatct 


tacctttgtt 


ttattttgga ctatcccgac 


tctcttctca 


2460 


agcatatgaa 


tgacctcgag 










2480 



<210> 2 

<211> 185 

<212> PRT 

<213> Zea mays 

<400> 2 

Met Ala Glu Ala Pro Ala Ser Pro Gly Gly Gly Gly Gly Ser His Glu 
1 5 " 10 15 

Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly Ser Val Arg Glu Gin 
20 25 30 



Asp Arg Phe Leu Pro lie Ala Asn lie Ser Arg lie Met Lys Lys Ala 
35 40 45 



lie Pro Ala Asn Gly Lys Thr lie Pro Ala Asn Gly Lys lie Ala Lys 
50 55 60 



Asp Ala Lys 
65 



Glu 



Thr Val Gin Glu Cys Val Ser Glu Phe lie Ser Phe 
70 75 80 



lie Thr Ser Glu Ala Ser Asp Lys Cys Gin Arg Glu Lys Arg Lys Thr 
85 90 95 



lie Asn Gly Asp .Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu 
100 105 110 



Asp -Tyr He Glu Pro Leu Lys Val Tyr Leu Gin Lys Ty^ Arg Glu Met 
115 120 125 



Glu Gly Asp Ser Lys Leu Thr Ala Lys Ser Ser Asp Gly Ser He Lys 
130 135 140 



Lys Asp Ala Leu Gly His Val Gly Ala Ser Ser Ser Ala Ala Gin Gly 
145 150 155 160 



Met Gly Gin Gin Gly Ala Tyr Asn Gin Gly Met Gly Tyr Met Gin Pro 
165 170 175 



Gin Tyr His Asn Gly Asp He Ser Asn 
180 185 



<210> 3 

<211> 178 

<212> PRT 

<213> Zea mays 

<400> 3 

Met Ala Glu Ala Pro Ala Ser Pro Gly Gly Gly Gly Gly Ser His Glu 
1 5 10 15 



Ser Gly Ser Pro Arg Gly Gly Gly Gly Gly Gly Ser Val Arg Glu Gin 
20 25 30 



Asp Arg Phe Leu Pro He Ala Asn He Ser Arg He Met Lys Lys Ala 
35 40 45 



He Pro Ala Asn Gly Lys He Ala Lys Asp Ala Lys Glu Thr Val Gin 
50 55 60 



Glu Cys Val Ser Glu Phe He Ser Phe He Thr Ser Glu Ala Ser Asp 
65 70 75 80 



Lys 



Cys Gin Arg 



Glu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu 
85 90 95 



Trp Ala Met Ala Thr Leu Gly Phe Glu Asp Tyr 
100 105 



lie Glu Pro Leu Lys 
110 



Val Tyr Leu Gin Lys Tyr Arg Glu Met Glu Gly Asp Ser Lys Leu Thr 
115 120 125 



Ala Lys Ser Ser Asp Gly Ser lie Lys Lys Asp Ala Leu Gly His Val 
130 • 135 140 



Gly Ala Ser Ser Ser Ala Ala Glu Gly Met Gly Glii Gin Gly Ala Tyr 
145 150 155 , 160 



Asii Gin Gly Met Gly Tyr Met Gin Pro Gin Tyr His Asn Gly Asp lie 





165 




170 




175 




Ser Asn 














<210> 4 
<211> 537 
<212> DNA 

<213> Zea 


mays 




• 








<400> 4 
atggcggaag 


ctccggcgag 


ccctggcggc 


ggcggcggga 


gccacgagag 


cgggagcqcc 


60 


aggggaggcg 


gaggcggtgg 


cagcgtcagg 


gagcaggaca 


ggttcctgcc 


catcgccaac 


120 


atcagtcgca 


tcatgaagaa 


ggccatcccg 


gctaacggga 


agatcgccaa 


ggacgctaag 


180 


gagaccgtgc 


aggagtgcgt 


ctccgagttc 


atctccttca 


tcactagcga 


agcgagtgac . 


240 


aagtgccaga 


gggagaagcg 


gaagaccatc 


aatggcgacg 


atctgctgtg 


ggccatggcc 


300 


acgptggggt 


ttgaagacta 


cattgaaccc 


ctcaaggtgt 


acctacagaa 


gtacagagag 


360 


atggagggtg atagcaagtt 


aactgctaaa 


tctagcgatg 


gctcgattaa 


aaaggatgct 


420 


cttggtcatg 


tgggagcaag 


tagctcagct 


gcagaaggga 


tgggccaaca 


gggagcatac 


480 


aaecaaggaa 


tgggttatat 


gcaacctcag 


taccataacg 


gggatatctc 


aaactaa 


537 


<210> 5 

<211> 522 

<212> DNA 

<213> Glycine max 












<400> 5 
atgtcggatg 


cgccaccgag 


cccgactcat 


gagagtgggg 


gcgagcagag 


cccgcgcggt 


60 


tcgtcgtccg gcgcgaggga 


gcaggaccgg 


tacctcccga 


ttgccaacat 


cagccgcatt 


120 


atgaagaagg 


ctctgcctcc 


caacggcaag 


attgcaaagg 


atgccaaaga 


caccatgcag 


180 


gaatgcgttt 


ctgagttcat 


cagcttcatt 


accagcgagg 


cgagtgagaa 


atgccagaag 


240 



gagaagagaa agacaatcaa tggagacgat ttgctatggg ccatggccac tttaggattt 300 

gaagactaca tagagccgct taaggtgtac ctggctaggt acagagaggc ggagggtgac 360 

actaaaggat ctgctagaag tggtgatgga tctgctacac cagatcaagt tggccttgca 420 

ggtcaaaatt ctcagcttgt tcatcagggt tcgctgaact atattggttt gcaggtgcaa 480 

ccacaacatc tggttatgce ttcaatgcaa agccatgaat ag 532 

<210> 6 ■ 

<211> 173 ■ ■ ' 

<212> PRT 

<213> Glycine max • 

<400> 6 

Met Ser Asp Ala Pro Pro Ser Pro Thr His Glu Ser Gly Gly Glu Gin 

^ . 5 10 15 

ser Pro Arg Gly Ser Ser Ser Gly Ala Arg Glu Gin Asp Arg Tyr Leu 
^° 25 30 

Pro lie Ala Asn He Ser Arg lie Met Lys Lys Ala Leu Pro. Pro Asn 
■>5 40 45 

Gly Lys He Ala Lys Asp Ala Lys Asp Thr Met Gin Glu Cys Val Ser 
^° 55 60 

Glu Phe He ser Phe lie Thr Ser Glu Ala Ser Glu Lys Cys Gin Lys 

75 80 

Giu Lys Arg Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Ala 
85 90 95 

Thr Leu Gly Phe Glu Asp Tyr He Glu Pro Leu Lys Val Tyr Leu Ala 
100 105 110 

Arg Tyr Arg Glu Ala Glu Gly Asp Thr Lys Gly Ser Ala Arg Ser Gly 

115 120 125 , 

Asp Gly Ser Ala Thr Pro Asp Gin Val Gly Leu Ala Gly Gin Asn Ser 
•'■■'0 135 140 

Gin Leu Val His Gin Gly Ser Leu Asn Tyr He Gly Leu Gin Val Gin 

" . 150 . 155 

i 

Pro Gin His Leu Val Met Pro Ser Met Gin Ser His Glu 
165 170 



<210> 7 
.<211> 141 



<212> PRT 

<213> Arabidopsis thaliana 



<400> 7 . 

Met Ala Asp Thr Pro Ser Ser Pro Ala Gly Asp Gly Gly Glu Ser Gly 
is 10 15 

Gly Ser Val Arg Glu Gin Asp Arg Tyr Leu' Pro He Ala Asn He Ser 

25 ^ 30 

Arg He Met Lys Lys Ala Leu Pro Pro Asn Gly Lys He Gly Lys Asp 
35 40 • 45 

Ala Lys Asp Thr Val Gin Glu Cys Val Ser Glu Phe He Ser Phe He 
50 , 55 gQ 

Thr Ser Glu Ala Ser Asp Lys Cys Gin Lys Glu Lys Arg Lys Thr Val 
70 75 80 

Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly Phe Glu Asp 
85 , . 90 95 

Tyr Leu Glu Pro Leu Lys He Tyr Leu Ala Arg Tyr Arg Glu Leu Glu 

105 110 

Gly Asp Asn Lys Gly Ser Gly Lys Ser Gly Asp Gly Ser Asn Arg Asp 

120. 125 

Ala Gly Gly Gly Val Ser Gly Glu Glu Met Pro Ser Trp 
130 135 140 

<210> 8 

<2i'l> 100 

<212> PRT 

<213> Artificial 

<220> 

<223> protein consensus sequence 
<220> 

<221> MISC_FEATURE 

<223> Xaa can be Ala or Pro 

<220> 

<221> MISC_FEATURE 

<223> Xaa can be Thr or none 

<220> 

<221> MISC_FEATURE 

<223> Xaa can be He or none 

<220> 

<221> MISC FEATURE 



<223> 



Xaa can be Pro or none 



<220> 

<221> MISC_FEATURE 

<223> Xaa can be Ala or none 

<220> 

< 2 2 1 > MI SCjFEATURE 

<223> Xaa can be Asn or none 

<22p>' 

<221> MISC_FEATURE 

<223> Xaa can be Gly or none 

<220> 

<221> MISC_FEATURE 

<223> Xaa can be Lys or none 

<220> 

<221> MISC_FEATURE 

<223> Xaa can be Glu or Asp 

<220> 

<221> MISC_FEATURE 

<223> Xaa can be Val or Met 

<226> 

<221> MISC__FEATURE 

<223> Xaa can be Asp or Glu 

<220> 

<221> MISC_FEATURE 

<223> Xaa can be Arg or Lys 

<220> 

' <221> MISC_FEATURE 
<223> Xaa can be Gin or Ala 

<220> 

<221> . MISC_FEATURE 

<223> Xaa can be Lys or Arg 

<220> 

<221> MISC_FEATURE 

<223> Xaa can be Met or Ala 

<400> 8 



Arg Glu Gin Asp Arg Tyr Leu Pro lie Ala Asn lie Ser Arg He Met 
15 10 15 



Lys Lys Ala Leu Pro Xaa Asn Gly Lys Xaa Xaa Xaa Xaa Xaa Xaa He 



20 



25 



30 



Ala Lys Asp Ala Lys Xaa Thr Xaa Gin Glu Cys Val Ser Glu Phe He 



40 



45 



ser Phe He Thr Ser Glu Ala Ser Xaa Lys Cys Gin Xaa Glu Lys Arg 



60 



Lys Thr He Asn Gly Asp Asp Leu Leu Trp Ala Met Ala Thr Leu Gly 

Phe Glu Asp Tyr lie Glu Pro Leu Lys Val Tyr Leu Xaa Xaa tyr Arg 
^5 90 95 

Glu Xaa Glu Gly , ' 

100 ' ^ 



<210> 9 . 

<211> 55 • 

<212> PRT 

<213> Artificial 

<220> 

<223> consensus protein sequence 

<220> 

<221> MISC^FEATURE 

<223> Xaa can be Gin or Glu 

<220> 

<221> MISG^FEATURE 

<222> (29) . . 0 

<223> Xaa can be Gin or Glu 

<400> 9 

Asp ser Lys Leu Thr Ala Lys Ser Ser Asp Gly Ser He Lys Lys Asp 



10 



15 



Ala Leu Gly His Val Gly Ala Ser Ser Ser Ala Ala Xaa Gly Met Gly 
20 25 - 30 ^ 



Gin Gin Gly Ala Tyr Asn Gin Gly Met Gly Tyr Met Glh Pro Gin Tyr 
^5 40 45 



His Asn Gly Asp He Ser Asn 
50 55 



<210> 10 

<211> 8 

<212> PRT 

<213> Artificial 

<220> 

<223> consensus protein sequence 



<220> 

<221> MISC_FEATURE 

<223> Xaa can be any naturally occuring amino acid 

<220> 

<221> MISC_FEATURE 

<222> (2).. (4) 



<223> Xaa can be any naturally occuring amino acid 
<400> 10 

Met Xaa Xaa Xaa Pro Xaa Ser Pro 

1 . 5 



